1 Length of the specific target sequence (insert in pGEM-T easy).
2 Uridine contents of the complementary sequence (T7 antisense transcripts).
3 Empty pGEM-T easy vector. Length of the SP6 transcript is indicated in parenthesis. All SP6 transcribed probes contain these flanking sequences from the vector. Genes with significant APA regulation in the 3'-most exon (P < 0.05, Fisher's exact test; change of usage >= 5%). We divided genes into two groups, i.e., 550 genes with more usage of promoter-distal polyA sites in the intestine (lengthened) and 636 genes with more usage of promoter-proximal pA sites in the intestine (shortened). We plotted the distribution of the distances between the two most regulated pA sites in the 3'-most exon. The red dotted line indicates 40 nt. 
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